Description This package is used for the association study between genetic variants and a categorical trait. The package is for MIT and aMIT. The phenotype is a categorical trait. Each column of genotype matrix is for an SNP and the number of genetic variants is more than one.
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Description
Nonparametric tests MIT and aMIT based on mutual information detect association between genetic variants in a gene/region and a categorical trait. MIT and aMIT can gauge the difference among the distributions of rare and common variants across a region given every categorical trait value. The significance is determined by a permutation procedure. 
Details
There is no missing data.
Value
The two p-values of the test statistics MIT and aMIT
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